ATGAGAAGGTGTAGAATAAGTGGGAGGCCCCCGGCGCCCCCCGGTGTCCCCGCCCAGGCC 
MetArgArgCysArglleSerGlyArgProProAlaProProGlyValProAlaGlnAla 

CCTGTCTCCCAGCCTGATGCCCCTGGCCACCAGAGGAAAGTGGTGTCATGGATAGATGTG 
ProValSerGlnProAspAlaProGlyHisGlnArgLysValValSerTrpIleAspVal 

TATACTCGCGCTACCTGCCAGCCCCGGGAGGTGGTGGTGCCCTTGACTGTGGAGCTCATG 
TyrThrArgAlaThrCysGlnProArgGluValValValProLeuThrValGluLeuMet 

GGCACCGTGGCCAAACAGCTGGTGCCCAGCTGCGTGACTGTGCAGCGCTGTGGTGGCTGC 
GlyThrValAlaLysGlnLeuValProSerCysValThrValGlnArgCysGlyGlyCys 

TGCCCTGACGATGGCCTGGAGTGTGTGCCCACTGGGCAGCACCAAGTCCGGATGCAGATC 
CysProAspAspGlyLeuGluCysValProThrGlyGlnHisGlnValArgMetGlnlle 

CTCATGATCCGGTACCCGAGCAGTCAGCTGGGGGAGATGTCCCTGGAAGAACACAGCCAG 
LeuMetlleArgTyrProSerSerGlnLeuGlyGluMetSerLeuGluGluHisSerGln 

TGTGAATGCAGACCTAAAAAAAAGGACAGTGCTGTGAAGCCAGACAGGGCTGCTACTCCC 
CysGluCysArgProLysLysLysAspSerAlaValLysProAspArgAlaAlaThrPro 

CACCACCGTCCCCAGCCCCGTTCTGTTCCGGGCTGGGACTCTGCCCCCGGAGCACCCTCC 
HisHisArgProGlnProArgSerValProGlyTrpAspSerAlaProGlyAlaProSer 

CCAGCTGACATCACCCAATCCCACTCCAGCCCCAGGCCCCTCTGCCCACGCTGCACCCAG 
ProAlaAspHeThrGlnSerHisSerSerProArgProLeuCysProArgCysThrGln 

CACCACCAGTGCCCTGACCCCCGGACCTGCCGCTGCCGCTGTCGACGCCGCAGCTTCCTC 
H i sH i sG InCys Pr o AspPr o Ar gThr Cy s Ar gCys Ar gCy s ArgArgAr gSer PheLeu 

CGTTGTCAAGGGCGGGGCTTAGAGCTCAACCCAGACACCTGCAGGTGCCGGAAGCTGCGA 
ArgCysGlnGlyArgGlyLeuGluLeuAsnProAspThrCysArgCysArgLysLeuArg 

AGGTGA 
ArgEnd 
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10 20 30 40 50 

MNFLLSWVHWSLAIXLYIJiHAKWSQAAPMAEGGGQNHH- BWKFMDVYQRSYC 

*=:||::: *::s|: :||:::||| |: | 
MRRCRISGRPPAPPGVPAQAPVSQPDAPGHQRKWSWIDVYTRATC 

60 70 80 90 100 110 

HPIETLVDIFQEYPDEIEYIF1CPSCVPLMRCGGCCNDTCLECVPTEESNITMQIMRIKPH 
; l : I :: = : : Mil- I I I I I I I : I I I I | | | : : : : | | | : : | : : 

QPREVVVPLTVEOIGTVAKQLVPSCVTVQRCGGCC PDDGLECVPTGQHQVRMQ I LMIR- Y 

120 130 i 4 o 150 160 

QGQHIGEKSFLQHNKCECRPKK DRA RQEKXSVRGKGKGQKRKRKKSRY 

; = : = lllh :|::|f||||| ||| |:: :||:| : :!2 : . : 

PSSQIX3EMSLEEHSQCECRPKKKDSAVKPDRAATPHHRPQPRSVPGWDSAPGAPSPADIT 

170 180 190 200 210 

KSWSVPCGPCSERRKHLFVQDPQTCKCSCKNTD- SRCKARQLBLNERTCRCDKPRR 
= MI |: :| :|hl|:|:|:: : ||::| |||| |||| | || 
QSHS S PRPLGPRCTQHHQC PDPRTCRCRCRRRSPIJICQGRGLEX4JPDTCRCRKLRR 

li^e"" 2 * SeqUenCe alignment of VEGP3 (lower line) con^ared to VEGF from human (upper 
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